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Cis ω-alkynyl palmitoleic acid synthesis:
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MDYQYFEEESDYIDLDEEEEDDDVVTAGSLDHRFGQPNGEEDYYFGGDDVEEELVVDGHG 

MD---EQEESWYMDEDEEELFEEV------DEENGDSDLSGNYLDDLETVEEDDGDFEDV 

------------------------------------------------------------ 

-----------------------------------------------------MGSLSRQ 

-----------------------------------------------------MATFSRQ 

-----------------------------------------------------MATFSRQ 

-----------------------------------------------------MAGFSRS 

------------GSLGECSTQVANATFLT---------ISKLICLVVAFKFIKHIPISTT 

V---LELAGRLLESLQSCVQPSVLQVMQYVAPMLLLCLLCRLLCLLYS--QRRRLT---- 

SFENALSMKSISSEILSCSIPVLKQA---YWLLILILVSC-LIWRVVQFLLNRCFPSNGK 

------------------------------------------------------------ 

AF--------FQELGSGCLLPTVQQGLEQVWQLLLICLVCRLSWRLGL-------PNF-- 

EF--------FQQLLQGCLLPTAQQGLDQIWLLLAICLACRLLWRLGL-------PSY-- 

EF--------FQQLLQGCLLPTVQQGLDQIWLLLTICFACRLLWRLGL-------PSY-- 

EF--------YAQLLHGCIVPTAQQGLEQIWVLLLMCLACRLLWILAL-------PPQ-- 

V-R----VYVHVFA--STF---------TVMWFSRNHLQSAIIYN-MFSLISLALAIKQF 

-----SLAPLHLFHFACGLIILQITVGYRLLLLL---LLAAVGYL-LLQLLRLGR----- 

ISRTFVAIILHIFSICLGLLVL--YYASYDLWWI---VIGLIITLTLLFTININSDISNS 

------------------------------------------------------------ 

--------LKHLSTVVGGFYTLYLFFELHMVWVV---LLSLLCYL-ILFLC----RHSSS 

--------LKHASTVAGGFFSLYHFFQLHMVWVV---LLSLLCYL-VLFLC----RHSSH 

--------LKHASTVAGGFFSLYHFFQLHMVWVV---LLSLLCYL-VLFLC----RHSSH 

--------LKHLLTIAGGFFCLYHFFALQMVWVV---LLSLLCYL-VLFLC----RHSQH 

SGYII---LAGNISLLIALQNFCRHYRSEDYFLSIRGILMIHIMRLTTVAFNLEKANSNK 

RGAQV----LAVLTVGSQFLYELLIWRRRSDWPQLRGIQMVVNMKLISLGFDLTASGQLQ 

HGEYTNWELFVTIGICSSVQLYCEFYKNPVKWHQIRGSIMIIIMKCISFSMENKNFYKTV 

-----------------KFLMGELHMVDTVTWHKMRGAQMVVAMKAVSLGFDLDRGG--V 

RGPFL------SITILIYLLLGELHMMDTTTWHKMRGSQMVVAMKAVSLAFDLDKGI--V 

RGVFL------SVTILIYLLMGEMHMVDTVTWHKMRGAQMIVAMKAVSLGFDLDRGE--V 

RGVFL------SVTILIYLLMGEMHMVDTVTWHKMRGAQMIVAMKAVSLGFDLDRGE--V 

RGVLL------SVTILIYLLMGEMHMVDTVSWHKMRGAQMIVAMKAVSLGFDVDRGA--V 

FRFVQ----------FSSYVEYIYFPPFIIFGPYLSFEQFFKMRDKKWTGSE-NELGF-- 

ARIPG----------PFAYLGYIYSPATCALGPWVSFGCYMDCLVPR--------NSW-L 

NKEPCCILLWTPLYRGLLWLSYCLCPASLLFGPWFNPLRYEEMVRNYAVNDRPFSFKNTM 

RGEPT----------PTQVLGYLCSPGSVIFGPWEPFGAYLRAVEG-----PPLSVAW-- 

DKVPS----------PVEFMGYIYFVGTVIFGPWISFNSYMDAVES-----RKLSVSW-- 

GTVPS----------PVEFMGYLYFVGTIVFGPWISFHSYLQAVQG-----RPLSCRW-- 

GAVPS----------PVEFMGYLYFVGTIVFGPWISFHSYLQAVQG-----RPLSRRW-- 

RSVPS----------PVEFMGYVYFVGTVIFGPWISFSSYLRAVRG-----QRLSISW-- 

--IIQSLLAIFNAITLAIISSCHFEF----F-----------------EPSSQFMEDALT 

VSLRRLLPNVVICVLAVTVSNCVAPALSDFF-----------------GDSSHFLVMYWD 

ISLFQTAKLFGLSFLYLTYSTCFTDTLAS------------------ILKLQPWLHAYFA 

--ARKALRSLGLALLCLLVSTCLAPFLFSCLLPLYGTHALP------RSAFARWLHAYES 

--FMKSVISCVKSQLCLLISNCVAPYLFPYFIPVFGNKLLRNKKRKMRGSIKRWLQAYEN 

--LQKVARSLALALLCLVLSTCVGPYLFPYFIPLNGDRLLRNKKRKARGTMVRWLRAYES 

--LKKVARSLALALLCLVLSTCVGPYLFPYFIPLDGDRLLRNKKRKARGTMVRWLRAYES 

--LWRVGRSLALSGLCLLVSTCVSPYLFPYFIPLYGERLLR-----------KWLRAYEN 

AMSFRFSHYFVCLSTQAFVLMLGS-------------------------DVVVANPLNIE 

ALSVRSSHYFVGMMAQALLVASDQRL-----------D--GATKESDMLGPLISQPWRIE 

SQSFRFSHYFICISSESSMTALGYCDKYSIQSNKQENTKEKNRSKDVYKPVVVTRPLFIE 

ALSFHFSNYFVAFLSEGTATLQGSGA-----------T---VLHDKLCWDLSVSRPLRVE 

SLSFHFSNYFVSFLGETTTTLAGAGF-----------T---EEKDNLKWDMTIAKPLYVE 

AVSFHFSNYFVGFLSEATATLAGAGF-----------T---EEKDHLEWDLTVSKPLNVE 

AVSFHFSNYFVGFLSEATATLAGAGF-----------T---EEKDHLEWDLTVSRPLNVE 

TSSFHFSNYFVGFLSEVTAVLSGAGF-----------S---EEKDHIRWDLTVSRPLSVE 

FSRSTLQTVSEWNKPFHTFLHENIFKRRLFNST------ACNVFFTFAVSSLLHGLDFQM 

WPRSISSLVRSWNIPMHEWLKRYIYAPCKPTASTSRGRILVVVLSTYLVSSLLHGMDLRI 

FPRSLVEVVIYWNLPMHTWLKQYVYKPLRPYGH------VYAVLGTYTASSLLHGLNFQL 

LPRSMADVVTNWNLPMSHWLRTYVFQTARRLGT------FAAVLGTYAASALLHGLSFHL 

FPRSMVEVVTSWNLPMSRWLNTYVFRKALRYGS------FTAIIMTYTASALLHGLSFHI 

LPRSMVEVVTSWNLPMSYWLNNYVFKNALRLGT------FSAVLVTYAASALLHGFSFHL 

LPRSMVEVVTSWNLPMSYWLNNYVFKNALRLGT------FSAVLVTYAASALLHGFSFHL 

LPRSMVEVVTSWNLPMSHWLHTYVFKNALKLGK------FHAVIVTYAASALLHGLSFHL 

TITLLALGFIAYSETVFRKRLSARYSMCVAAKACPVRSNS--LSCKHRHSNKTGR---AL 

YLVLISLAFLAEGESLLRRQLASLLNACITANLCPGKERCRYSHCPSKRRLNSLSYWLAR 

SAVLFSIGIYAYTEYVFREKLAKILDACIASRPCPES-------CCHSNKNSSWV----Y 

AAVLLSLGLITYSEHALRQRLAAILDACVLSKRCPSG-------CTHRNKDALWV----R 

GAVLLTLGFITYIEHVLRKRLSAILNACVLSKRCPSD-------CKHRHKKELWV----Y 

AAVLLSLAFITYVEHVLRKRLARILSACVLSKRCPPD-------CSHQHRLGLGV----R 

AAVLLSLAFITYVEHVLRKRLAQILSACILSKRCLPD-------CSHRHRLGLGV----R 

AAVLLSLGFITYVEHVLRKRLAEIFSACILSRKCPAG-------CTHRHKKGPLV----H 

IINLFFLMLSMYHLVFTGMTFTDDYSA----IGYPFDHAWKIWGSHYYSSFMISFLFLAL 

LTNLAFTALAIFHLAYLGVVLLGDDLEVGEDGDSF----LWHWQQAGYLSHYIGLGTFVL 

WCNVAFSCLAIFHLAYLAVMFDTSEQ---QFQGYNMWHTMNKWYNLGFLSHIVAFANFLF 

ALNGALGALALFHLSYLGALFDVEADDSVEEQGYGMAYTIRKWSELNWASHWVTLGCWVL 

LINGTFSMLALLHLTYLGSVFGSSSDDMDSDEDGVASHTIQKWTQLSWTSHWLTFALWVF 

ALNLLFGALAIFHLAYLGSLFDVDVDDTTEEQGYGMAYTVHKWSELSWASHWVTFGCWIF 

ALNLLFGALAIFHLSYLGSLFDVDVDDTTEEQGYGMAYTVHKWSELSWASHWVTFGCWIF 

ACNVAFGALALFQLTYLGSLFDTDSEDVAQEEGYGMSHTLHKWSELAWAGHWLTFGCWLF 
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